Introduction. B. cepacia complex have emerged as an important opportunistic pathogen in hospitalized and immunocompromised patients. Small hospital outbreaks are frequent and are usually due to a single contaminated environmental source. In this study we were going to investigate the role of B.cepacia complex in those patients suspected to involve with cystic fibrosis and evaluate responsible types in Masih Daneshvary
Bcc is among the pathogens most frequently reported outbreaks and has been described in several healthcare centers around the world [6] [7] [8] [9] [10] [11] [12] [13] . These organisms have also emerged as an important cause of morbidity and mortality in hospitalized patients because of high rate of antibiotic resistance [14] . Therefore, fast detection and elimination of the source of such these outbreaks is the great importance in guiding infection control measures and preventing additional cause of infections especially at Cystic Fibrosis centers. The aim of this study was first isolation and identification of Bcc and then to perform molecular typing by pulsed-field gel electrophoresis (PFGE) in order to evaluate the epidemiology of this pathogen in CF patients at Masih Daneshvary Hospital.
Methods
Sampling: One hundred specimens were collected from all admitted patients who were suspected to cystic fibrosis to Masih Daneshvary hospital during one year April 
Results
Isolation and applied identification testes revealed 5 specimens were Burkholderia cepacia. PCR results also confirmed in these specimens (Tab. II and Fig. 1 ). The frequency of the cystic fibrosis detected at this study was 5%. It is obviously different at variously reports. Leite and coworkers studied a total of 244 CF patients from HCPA and observed a prevalence rate of BCC of 10.6%. BCC accounted for most BCC isolates in 244 examined specimens [17] . PFGE results: PFGE were performed by the standard procedures use of SpeI Restriction enzyme and provide one unique electrophoresis pattern (Fig. 2 ) meaning similar type involving in those patients suffering cystic fibrosis due to Burkholderia cepacia. Use of XbaI also revealed similar pattern among these 5 isolated organisms. The presence uniform pattern and similar pulsetype in all these identified B.cepacia was concluded just by visual inspection use of standard DNA marker since the system have set up recently and BioNumerics had not been delivered to the molecular lab on running date of experiment. The pattern of each sample was carefully analyzed and experiment repeated once more, although it was necessary to interpret these results by computer software such as gel compare or BioNumerics and drawing related dendrogram.
Tab. I. primer sequence used in this study. 
Discussion
In 2001, Agodi (et al. 2001 ) indicated a prevalence of Bcc infection of 9.5% in a study performed in four Italian CF Centers [18] . The frequency rate is obviously different in various reports. The possibility of patientto-patient transfer of B. cepacia in the CF community has always been one of great concerns. Because patients colonized with Bcc may remain colonized for a long periods of time. In some patients, however, Bcc was not isolated for several years and then their first strain reappeared up to 10 years later. In some of these patients, it cannot be excluded that reacquisition from the environment occurred. PFGE has the excessively high discriminatory and reproducible for the epidemiological study of BCC comparison with other typing method [19] . Based on the generated PFGE results by SpeI restriction enzyme all specimens had analogous PFGE pattern with 100% genetic similarity in this study. It is possible that the observed infections may have spread from a single source since having identical PFGE pattern. This suggested hypothesis was supported by the isolation results because no other Burkholderia species was identified during the study over a period from April 2011 till end of March 2012. The unusual species distribution may be attributed to environmental sources besides to cross infections from patient to patients, although having similar pattern. Several epidemiological studies have shown most cases of BCC infection transmitted between CF patients [20] . However, occasionally detected B.cepacia distribution during one year of study may represent the acquisition from the environment as well as other sources cross infections from patient to patients. It is frequently reported B.cepacia has high transmissibility rate and are the responsible microorganism for the mostly nosocomial infections among BCC. B.cepacia infection may result a significant illness, particularly in the cystic fibrosis patients, where patients are at greater risk of nosocomial infection due to their underlying illness. Therefore this finding suggests the importance of adequate patient follow-up in those hospitals that are the referral for CF centers.
Conclusion
Application of PFGE and identification of pulse-type is a potential tool to enhance the investigation of apparent nosocomial outbreaks of B.cepacia. However it needs to be adjusted with environmental findings. Implementation of educational programs and adherence to infection control policies are obviously the main element for complete elimination of an outbreak. 
